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FIGURE 1 
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FIGURE 2 
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Fil-ered query seq^J^^: 

>query_seq ^ 
TGTGATATTGATTCATGCCC^TGCACCTTGCCAAACATCACACGCTTG 

CCATCCAGTCCACTCGATTTTGGCAGTGCAGATGAAAAACTGGGAACCAT 

TTGTGTTGAGTCCAGCAAGATGCCAGGACCTGCATGTTTCAGAr\CGAAGT 

TCTTCATCATCCAATTTCTCCCTGTATATGGGCTTACCACNACTGCCGTT 

AAGTCGTGTNAAGTCACCACTCAGGTACATA.\TGGAATAATTCTGCAAAG 

GCAGGAGNCACTTTCTCTCCAGTGCTCAGACCATGAAAGrrTTCTGATGT 

CTTTGGAACTTTGTCTGCAAATAGCTCGAAGGAGACATGGCCTAAAGGCT 

CGCCATCTGCGGTGATA?TGNAACATGGTAGGGCTGACCGTGGC?OT-GGC 

CATGACCTTTTAGANC?JNNNNNTC1*^^ 



NNN^I>JNN>JNNNN^CCCAATC 

GGGAAAGCGTCCTGAGTTTATGCCAAAGTTTCCCAGATTGCTTTCCATTG 
AAACGTAGCTCTGTGAGATACCATCAGGTG?TATGTGAAGAAATGTCT<3T 
GTAGTCAAATATGTTTGAGTGAGTGAGCCTGAGCTGAGCAAGACTTTACT 
GCAAGACTTCCCATCTTCTGTCCCTTTTTATGCTA.^TGGGTAACACAAAC 
TCCAAAAGTGGGGTGTACAGCATGAGGCATTAACAAa^TTTATTGGACC 
CCACACAC^I^3NN^INN^INNNNNNNN^ 



gblMl9533 |:-^vrCYCA Aac cyclophilin mRNA, complete cds. 
Length =7 43 

Minus Strand HSPs : 

Score = 41S (115.5 bits), Expect = 1.5e-58, Sun P ( 5 ) = i.5e-58 
Identities = 96/112 (85%), Positive? = 96/112 (85%). Strand = Minus / 
Plus 

Qucsry : 3 7 2 tNCAATATCACCGCAGATGGCGAGCC-TTAGGCCATGCCTCCTTCGAGCTATTTGCAGAC 

^" I M Mill II IIIIIMIIM II III MM. Illllllll lliiillll 

Sb j c t ; 6 4 TTCGACATCACGGCTGATGGCGAGCCCTTGGGTCGCGTCTGCTTCGAGCTGTTTGCAGAC 

122 

Ouerv' 3^2 AAAGTTCCAAAC-ACATCAGAAAACTTTCATGGTCTGAGCACTC-GAGAGAAAG 2 61 

IIIMIIIIMIIII IIIIIMIIIM II lilllMIIIII MIIIM 

Sbjct: 12 4 AAACT'TCCAAAGACAGCAGAAAACTTTCGTGCTCTGAGCACTGGGGAGAAAG 17 d 

Score = 236 (G5.2 bits). Expect: = 1.3e-5S. S'^ P(5) = 1.5e-53 

Identities = 52/55 (39%), Positives = 52/5S (85%), Strand - .Minus / Plus 

Q,.^-;rv* l""? TGCTGa^CTCAACACAAACGGTTCCCAGTTTT'TCATvrrGCACTGCCAAAATCGAG'rGG 60 

IIIIIMI IMMMMIMMMIMMM llllllllllllll I lIMM 

Sa3<zt: 3 4 3 TGCTGGACCAAACACAAATGGTTCCCAGTTTTTTATCTGCACTGCCAAGACTGAGTGG 
405 

Score = 177 (43.9 bits), E:-cpect = 1.5e-5a, Su.t. P(5) = 1.5e-5S 

Identities = 41/4S (85%). Positives - 41/48 (S5'4l, Strand - Minus / Plus 

Que-y* 6 0 GACTGGATGC4CAAGCGTGTGATGTTTGGCAAGGTGCAAGAGGGCA.TGA 13 

I MIIMMIMII MM I Mill II MM MM MIIIM 

Sb j c t : 4 04 GGCTGGATGC-CAAGCATGTGGTCTTTGGGAAGGTCAA^.Ga^.GGCATGA 4 51 

Score - 154 (42,5 bits), £>cp€Ct = 1.5e-5?, Sun P(5) - 1.5e-58 

Identities = 34/38 (89?i), Pt-s^itivfts « 34/3*7 (fi^'vv), .^r.rand = Minus / Plus 

Ouerv- 1 = 3 aGAACTTCGTTCTGA?JVCATGCAGGTCCTGGCATCTTG 116 

Mlllllll MMI Ml MIIMIMIIMIIII 

Sbjc-: 299 AGAACTTCATCCTGAAGCATACAGGTCCTGGCATCTTG 33 5 

Score = 83 (23.8 bit.?), i'xpe^r. - i-5tT-58. Sum P(5} = 1.5e-58 

Identicies = 22/23 (7S%). I'o^i-ives 22/2B (7?,-*!). lir.rar.d - Minus / Plus 

Query: 25 6 TCCTGCCTTTGCAGAi».7TAT7CCAT7AT 22 5 

II II I I I II II I M I M M I M Figure 6 
Sbjct: 19 3 TCCTCCTTTCACAGA-^TTATTCCAGGAT 220 




Figure 7 



